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TLDA Method

RT and pre-amp were undertaken with Megaplex RT/PA Primer Pools using the manufacturer’s protocol. Each sample had 80-100 ng RNA input (as measured by Nanodrop), 12 cycles of pre-amplification and was diluted 1:4 with 0.1 x TE pH 8.0. qPCR was completed using TaqMan® Low Density Array human microRNA Panel following the manufacturer’s protocol.
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Supplementary Figure 1 | TLDA coefficient of variation analysis. Box and whiskers plot of the CV distribution for TLDA. Boxes indicate median with upper and lower quartile boundaries, whiskers are 10-90th percentile.
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Supplementary Figure 2 | Fidelity scoring of the TLDA platform.  Fidelity scoring is based upon the percentage of replicates for each platform that differed by less than (A) 1 CT, (B) 2 CT or (C) 3 CT value.  Data is presented as deviation from fidelity (100%).
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Supplementary Figure 3 | Replicate Variation on the TLDA Platform.  Spread of variation between replicates (measured as the maximum CT – the minimum CT) for the four expression levels, ultra-high (CT<10), high (CT 10-20), moderate (CT 20-30) and low (CT>30). 
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Supplementary Figure 4 | Correlation of TLDA with ViiA7.  Correlation of Z-scored transformed results between ViiA7 and TLDA. The hypothetical trend line of slope = 1 (dashed line) and the actual trend (solid line) between measurements obtained from two platforms is plotted. The slope of the trend line (upper left corner) is showing the deviation from 1.
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Supplementary Figure 5 | miRNA cluster analysis by TLDA.  Dendrograms of cluster analysis from TLDA. Dotted line represents the cut-off value for the number of clusters determination (using the Mojena rule).
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Supplementary Figure 6 | Comparison of microRNA classification into clusters by TLDA.  Highlighted miRNAs have been allocated to the same cluster (as ViiA7) by TLDA. 16.67% of microRNAs were assigned to different clusters by the TLDA platform. 
